The HA sequences were aligned with other sequences from animal and human influenza A viruses available in the GenBank. Maximum-likelihood (ML) tree was estimated using the general time-reversible with invariant sites and 4 gamma distributed heterogeneous substitution rates) in PhyML version 3.0 (1). To evaluate the robustness of the tree topology, a set of 500 pseudo-replicates of the sequences was generated and used in bootstrap analysis. The ML tree topology was also confirmed by using Bayesian analysis in MrBayes version 3.2 (2).
